sequence contains DAZ1 and DAZ2 and AC010089 DAZ3 and DAZ4. Sequences were masked for interspersed repeats and low complexity DNA regions using the RepeatMasker software (Institute for Systems Biology, USA) with database queries performed using a modified Smith-Waterman-Gotoh algorithm (cross_match) running at maximum sensitivity (Smit et al., 1996 (Smit et al., -2004 . Subsequently, a tripartite algorithm to predict promoter CpG islands (CGIs) was run on the masked sequences (CpGProD software; Pôle Bioinformatique Lyonnais, France) (Ponger and Mouchiroud, 2002) .
In the first step, canonical CGIs [DNA regions longer than 500 nucleotides, with an average G+C frequency >0.5 and an average CpG observed/expected (o/e) ratio >0.6] were identified using a moving 500 nucleotide window and grouping for distances of <200 nucleotides. For each detected CGI the probability of containing a transcription start site (TSS) was computed based on CGI length, G+C frequency and CpG o/e ratio. Additionally, the AT and GC skew values were used to calculate promoter orientation. Using the above criteria, the DAZL promoter CGI is constituted by 1999 nucleotides, with a G+C frequency of 0.58 and a CpG o/e ratio of 0.72. The predicted 2 CGI maps from -657 to +1.342 of DAZL (GenBank Accession Number AC010139; nucleotides 78.054-80.052) and spans two first exon variants according to the GenBank and Ensembl (Ensembl protein_coding gene ENSG00000092345) databases. On the other hand, the DAZ promoter CGI spans 737 nucleotides, with a G+C frequency of 0.51 and a CpG o/e ratio of 0.66. This region was identified with identical nucleotide identity in all four DAZ gene copies, as analyzed by multiple sequence alignment using the ClustalW2 algorithm (European Bioinformatics Institute) (Larkin et al., 2007) . The DAZ promoter CGI extends from -456 to +281 of the gene (for DAZ1: GenBank Accession Number AC053490; nucleotides 63.165-63.901) and contains various possible TSSs, according to the different transcripts listed in the GenBank and Ensembl databases (Ensembl protein_coding gene ENSG00000188120, ENSG00000205944, ENSG00000187191 and ENSG00000205916 for DAZ1 to DAZ4). This predicted CGI also encompasses a region previously demonstrated to be differently methylated between germ and somatic lineages (Li et al., 2006) . Such methylation differences were confirmed in the selected amplicons by performing bisulphite genomic sequencing in sperm and peripheral blood leukocyte DNA samples.
